The crystal structure of 3,3',4,4'-tetrammoniobiphenyl tetrachloride dihydrate (Dobrzycki & Wozniak, 2007) has been reported in literature. In this paper, we report the X-ray single-crystal structure of 3,3',4,4'-tetrammoniobiphenyl (I).
The title compound, C 12 H 14 N 4 , has a crystallographically imposed centre of symmetry. Intermolecular N-HÁ Á ÁN hydrogen bonds between amino groups link adjacent molecules into a three-dimensional network where ten-membered hydrogen-bonded rings are observed.
Related literature
For a related compound, see: Dobrzycki & Wozniak (2007 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx; Ày þ 2; Àz; (ii) Àx; y À 1 2 ; Àz þ 1 2 .
Data collection: SMART (Bruker, 2000); cell refinement: SMART; data reduction: SAINT (Bruker, 2000); program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL. 
Special details
Experimental. The structure was solved by direct methods (Bruker, 2000) and successive difference Fourier syntheses. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (8) C6 0.0422 (12) 0.0420 (11) 0.0404 (11) −0.0036 (9) −0.0046 (9) 0.0092 (8) N1 0.0434 (11) 0.0480 (10) 0.0396 (10) −0.0045 (7) −0.0033 (8) 0.0113 (7) N2 0.0324 (10) 0.0493 (11) 0.0424 (10) −0.0036 (7) −0.0026 (7) 0.0017 (7) Geometric parameters (Å, °) 
